The molecule of the title compound, C 12 H 14 N 4 O, is roughly planar, with a dihedral angle of 8.0 (8) between the benzene and pyrazole rings, and an intramolecular N-HÁ Á ÁO hydrogen bond forms an S(6) ring motif. In the crystal, molecules are linked into an inversion dimer by a pair of N-HÁ Á ÁO hydrogen bonds, which form an R 2 2 (8) ring motif.
Related literature
For the biological activity of pyrazolones, see: Amir & Kumar (2005) ; Rao et al. (2008) ; Samshuddin et al. (2011) . For the radical scavenging capacity of pyrazol-5-ols, see: Sarojini et al. (2010) . For related structures, see: Butcher et al. (2011) ; Samshuddin et al. (2011) . For reference bond-length data, see: Allen et al. (1987) . Table 1 Hydrogen-bond geometry (Å , ). Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO ; data reduction: CrysAlis RED (Agilent, 2012); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. 
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Comment
In view of high medicinal value such as anti-inflammatory, analgesic (Amir & Kumar, 2005) , antimicrobial and antiproliferative activity (Rao et al. 2008 ) of pyrazolones, it was thought worthwhile to synthesize compounds based on pyrazolone derivatives. In addition, the radical scavenging capacity and molecular binding of various derivatives of pyrazol-5-ols were reported (Sarojini et al., 2010) . Also, the crystal structures of some of the related pyrazoles viz. 3,5-bis(4-bromophenyl)-1-phenyl-4,5-dihydro-1H-pyrazole and 5-bis(4methylphenyl)-1-phenyl-4,5-dihydro-1H-pyrazole (Butcher et al., 2011) have been reported. In view of the importance of pyrazolones, we report herein the crystal structure of the title compound, C 12 H 14 N 4 O, (I).
The asymmetric unit of (I) consists of a 3-methyl-1H-pyrazol-5(4H)-one group bonded to 2,4-(dimethylphenyl)hydrazone in a nearly planar conformation (Fig. 1) . The mean plane of the benzene ring is twisted by 8.0 (8)° from that of the pyrazole ring. Bond lengths are in normal ranges (Allen et al., 1987) . In the crystal, intermolecular N2-H2A···O1 hydrogen bonds (Table 1) which form R 2 2 (8) ring motifs linking the molecule into dimers are observed ( Fig. 2 ). An intramolecular N4-H4D···O1 hydrogen bond is also present.
Experimental
Ethyl 2-[2-(2,4-dimethylphenyl)hydrazinylidene]-3-oxobutanoate (2.62 g, 0.01 mol) and hydrazine hydrate (0.75 ml, 0.015 mol) were refluxed in acetic acid for 4-6 h. Then the reaction mixture was cooled to room temperature and the solid product was filtered off. Single crystals were grown by slow evaporation from a mixture of petroleum ether and ethyl acetate (1:3 v/v) (m.p. 421-423 K).
Refinement
All of the H atoms were placed in their calculated positions and then refined using the riding model with Atom-H lengths of 0.95 Å (CH), 0.98 Å (CH 3 ) or 0.88 Å (NH). Isotropic displacement parameters for these atoms were set to 1.2 (CH, NH) or 1.5 (CH 3 ) times U eq of the parent atom.
Computing details
Data collection: CrysAlis PRO (Agilent, 2012) ; cell refinement: CrysAlis PRO (Agilent, 2012) ; data reduction: CrysAlis RED (Agilent, 2012) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL (Sheldrick, 2008) . 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.18460 (18) 0.45530 (5) 0.89208 (10) 0.0213 (2) (7) 0.0190 (6) 0.0006 (5) 0.0023 (5) −0.0024 (5) C6 0.0161 (6) 0.0209 (7) 0.0190 (6) −0.0023 (5) 0.0015 (5) −0.0010 (5) C7 0.0184 (6) 0.0183 (7) 0.0224 (7) −0.0018 (5) 0.0005 (5) −0.0023 (5) C8 0.0156 (6) 0.0242 (7) 0.0213 (6) 0.0004 (5) 0.0010 (5) −0.0043 (5) C9 0.0199 (6) 0.0269 (7) 0.0223 (7) −0.0018 (6) 0.0073 (5) −0.0003 (6) C10 0.0228 (7) 0.0187 (6) 0.0233 (7) −0.0010 (5) 0.0049 (5) 0.0002 (5) C11 0.0257 (7) 0.0190 (6) 0.0255 (7) −0.0037 (5) 0.0085 (6) −0.0016 (5) C12 0.0223 (7) 0.0256 (7) 0.0309 (7) −0.0011 (6) 0.0079 ( 
